Abstract
42
As a consequence of the diversity and scope of the work that has been performed in this field, comparing 43 the various approaches is complicated and the process of benchmarking novel computational methods 44 has become time-consuming. In order to address this, we introduce the FORESEE platform to facilitate 45 a straightforward and comprehensive evaluation of translational drug response models. 
Pipeline

68
The functional elements of the modeling pipeline, which are depicted in Figure 1 and explained in 69 more detail in Supplementary File 1, are implemented as independent modules that can be changed 
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